Atomic models are the ultimate result of the cryo-EM structure determination process. Yet, interpretation of high-resolution cryo-EM density maps with atomic models remains challenging due to inherent contrast loss and resolution variation. Resolution variation combined with global contrast restoration procedures generates maps that are inapt in representing local detail accurately and thus are prone to hamper or misguide atomic model building and refinement. Here, we introduce a general procedure that iteratively improves cryo-EM density maps such that the resulting map faithfully restores local structural features.
